Sequence analysis of the triple-helical region of Col1α1 S2 Table S1 . Sequence analysis of the triple-helical region of Col1α1 showing hydrophobic residues in green. Repeating Phe highlighted in yellow shows the canonical 234 amino acid spacing corresponding to 67 nm D-periodic banding. Figure S1 . DLA simulation (A) 3D hexagonal lattice of acceptable moves, including moves about the long axis of the monomer (top) and an example of pppphhpppp (H4) taking a random diffusion walk around the hexagonal lattice (side). Accretion of (B) pppphhpppp (H4) and (C) ppphhhpppp (H6) in steps of 50, 100, 300, 600, 1000 monomers. 
